output file, allowing for the generation of a 'priority list' of variants which are to be chosen for validation by Sanger resequencing and for tests probing functional relevance. The output file can also be easily filtered so as to reveal variants present specifically in a genetically mapped interval.
Using data generated by an in-house Illumina Genome Analyzer II platform, we used MAQGene to identify sequence variants in more than six different C. elegans genomes compared to the wild-type C. elegans reference genome. In principle, MAQGene also provides the option to compare any input WGS reads (in fastq format) to any wild-type reference genome that is available in fasta format with GFF (general-feature format) annotation files, thereby easily allowing adaptation of MAQGene to analyze, for example, WGS data from D. melanogaster mutant strains.
Updated versions of MAQGene (Supplementary Software) are available at http://maqweb.sourceforge.net. Detailed descriptions of MAQGene, its installment and its use can be found in the package itself and in Supplementary Note 1.
